Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; disorder in main residue; R factor = 0.055; wR factor = 0.142; data-to-parameter ratio = 13.5.
The title Schiff base, C 23 H 27 ClN 2 O adopts the phenol-imine tautomeric form, with an intramolecular O-HÁ Á ÁN hydrogen bond, which generates an S(6) ring motif. Three C atoms of the heterocyclic moiety of the hexahydropyridoquinoline unit, as well as the two methyl groups bonded to one of these C atoms, are disordered over two set of sites, with anoccupancy ratio of 0.740 (4):0.260 (4).
Related literature
For a related structure, see: Kantar et al. (2012) . For hydrogenbond motifs, see: Bernstein et al. (1995) . For ring conformational parameters, see: Cremer & Pople (1975) Experimental Crystal data C 23 H 27 ClN 2 O M r = 382.92 Triclinic, P1 a = 6.4716 (3) Å b = 9.8468 (6) Å c = 16.9206 (7) Å = 75.438 (4) = 80.307 (4) = 75.863 (4) V = 1005.42 (9) Å 3 Z = 2 Mo K radiation = 0.21 mm À1 T = 293 K 0.30 Â 0.10 Â 0.10 mm
Data collection
Oxford Diffraction SuperNova (Dual, Cu at zero, Eos) diffractometer Absorption correction: multi-scan (CrysAlis PRO; Oxford Diffraction, 2007) T min = 0.947, T max = 0.975 5887 measured reflections 3651 independent reflections 2959 reflections with I > 2(I) R int = 0.021 Refinement R[F 2 > 2(F 2 )] = 0.055 wR(F 2 ) = 0.142 S = 1.08 3651 reflections 270 parameters H-atom parameters constrained Á max = 0.51 e Å À3 Á min = À0.25 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Data collection: CrysAlis PRO (Oxford Diffraction, 2007); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012); software used to prepare material for publication: WinGX (Farrugia, 2012).
Figure 1
A view of (I), with the displacement ellipsoids drawn at the 30% probability level . 
8-{(E)-[(4-Chlorophenyl
w = 1/[σ 2 (F o 2 ) + (0.0583P) 2 + 0.4649P] where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.51 e Å −3 Δρ min = −0.25 e Å −3
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x (16) N8 0.0338 (11) 0.0336 (11) 0.0317 (11) −0.0126 (9) −0.0055 (9) −0.0068 (9) N9 0.0298 (10) 0.0235 (10) 0.0434 (12) −0.0069 (8) −0.0137 (9) −0.0098 (9) C10 0.0246 (11) 0.0288 (12) 0.0260 (12) −0.0064 (9) −0.0020 (9) −0.0085 (10) C14 0.0212 (10) 0.0206 (11) 0.0262 (11) −0.0034 (9) −0.0012 (9) −0.0072 (9) C28 0.0221 (11) 0.0236 (12) 0.0298 (12) −0.0032 (9) −0.0044 (9) −0.0095 (10) C11 0.0262 (11) 0.0201 (11) 0.0283 (12) −0.0093 (9) 0.0028 (9) −0.0088 (9) C29 0.0245 (11) 0.0207 (11) 0.0364 (13) −0.0038 (9) −0.0045 (10) −0.0074 (10) C30 0.0263 (12) 0.0246 (12) 0.0332 (13) −0.0032 (10) −0.0062 (10) −0.0038 (10) C9 0.0308 (12) 0.0308 (13) 0.0305 (13) −0.0097 (10) −0.0023 (10) −0.0055 (10) 118.1 (2) C33A-C32A-H32B 109.4 C30-C29-C31A 120.8 (2) H32A-C32A-H32B 108.0 C28-C29-C31A 121.0 (2) N9-C33A-C32A 106.4 (3) C30-C29-C31B 114.9 (4) N9-C33A-H33A 110.4 C28-C29-C31B 126.1 (4) C32A-C33A-H33A 110.4 C31A-C29-C31B 14.6 (4) N9-C33A-H33B 110.4 C29-C30-C10 123.4 (2) C32A-C33A-H33B 110.4 C29-C30-H30 118.3 H33A-C33A-H33B 108.6 C10-C30-H30 118.3 C31A-C25A-H25A 109.5 N8-C9-C10 122.1 (2) C31A-C25A-H25B 109.5 N8-C9-H9 118.9 H25A-C25A-H25B 109.5 C10-C9-H9 118.9 C31A-C25A-H25C 109.5
